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Confocal and SIM images were taken with NIS-Elements AR sofware (version 5.02.01) from Nikon.
FIJI from NIH (version 1.52p)
The data that support the findings of this study are available from the corresponding author upon reasonable request.
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Life sciences study design
All studies must disclose on these points even when the disclosure is negative. Sample size is generally important in clinical and epidemiological studies. As this study does not belong in this category, the sample size is not applicable for this manuscript.
No data exclusion
All experiments were replicated at least three times and all attempts of replication were successful.
GFP-expressing cells and scrambled siRNA-transfected cells were grouped as control. Cells expressing protein of interest (such as EMC4 or EMC7) and cells transfected with a siRNA against a protein of interest (such as EMC4 or EMC7) were grouped as test samples.
Under the microscope, GFP-expressing cells (control) is visually distinct from cells expressing the protein of interest (test) which are ER membrane proteins; for this reason, it is not possible to blind this experiment. In the knockdown studies, instead of blinding, data were confirmed independently by other investigators in the lab.
